, related to Figure 1. Conditional analysis plot for SNP rs539846. Top panel shows results of unconditioned CLL association analysis for SNPs between 40.38 and 40.53Mb on chromosome 15. Bottom panel shows analysis conditioned on rs539846. SNP position is plotted on the x-axis and -log10 P-value is plotted on the y-axis. In total, 141 CLL patients from 66 families were subject to exome sequencing on an Illumina HiSeq2000 analyser following exon capture using the Nextera Rapid Capture Exome Enrichment kit (Illumina). Paired-end fastq files were extracted using CASAVA software (version 1.8.1, Illumina) and aligned to build 37 of the human reference genome using Stampy (Lunter and Goodson, 2011) and BWA software (Li and Durbin, 2009 ). Alignments were processed using the Genome Analysis Tool Kit pipeline (version 3.2-2, (McKenna et al., 2010; Van der Auwera et al., 2013) ), according to best practices. Variants were filtered for positions found in >1 sample from an in-house collection of 1,609 control exomes including; 961 samples from the ICR1000 dataset (Ruark et al., 2015) generated by Professor Nazneen Rahman's Team in the Division of Genetics & Epidemiology at The Institute of Cancer Research, London plus an extra 648 samples from the UK 1958 Birth Cohort (Power and Elliott, 2006) , sequenced in-house using Illumina TruSeq exome methodology. Positions resulting in protein-altering changes were identified using the Ensembl Variant Effect Predictor (version 78) and variants shared between family members were annotated using custom scripts.
